Key indicators: single-crystal X-ray study; T = 93 K; mean (C-C) = 0.002 Å; disorder in main residue; R factor = 0.040; wR factor = 0.081; data-to-parameter ratio = 14.6.
C 9 H 12 O 2 M r = 152.19 Monoclinic, P2 1 =n a = 8.035 (4) Å b = 4.696 (2) Å c = 10.503 (5) Å = 92.813 (5) V = 395.8 (3) Å 3 Z = 2 Mo K radiation = 0.09 mm À1 T = 93 K 0.50 Â 0.23 Â 0.05 mm
Data collection
Rigaku SPIDER diffractometer Absorption correction: scan (North et al., 1968) T min = 0.957, T max = 0.996 3724 measured reflections 905 independent reflections 667 reflections with I > 2(I) R int = 0.031 Standard reflections: 0 Refinement R[F 2 > 2(F 2 )] = 0.040 wR(F 2 ) = 0.081 S = 1.00 905 reflections 62 parameters 1 restraint H atoms treated by a mixture of independent and constrained refinement Á max = 0.17 e Å À3 Á min = À0.11 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). (14) 164.9 (18) Symmetry code: (i) Àx þ 1 2 ; y À 1 2 ; Àz þ 3 2 .
Data collection: RAPID-AUTO (Rigaku, 2004) ; cell refinement: RAPID-AUTO; data reduction: RAPID-AUTO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL. et al., 1977; Mulhauser et al., 1986; Yao et al., 1999; ) . We report here the crystal structure of the title compound. The 
Refinement
The H atom of the benzene ring is disordered over four positions, the occupancies are 0.100 (3),0.401 (3) and the same of their symmetric location. In the case of methyl group(C4), H atoms are disordered over two sites of equal occupancy by rotation about the C-C bonds. The hydroxyl hydrogen was located by difference Fourier synthesis. Other H atoms were placed in geometry calculated positions, taking full account of the disordered noted above, with C-H set to 0.95 Å and 0.98 Å for benzene and methyl H atoms respectively, and refined with a riding model, with U iso (H) = 1.2U eq (C) in all cases. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
